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Endosomal recycling of plasma membrane proteins contributes significantly to the
regulation of cellular transport and signaling processes. Members of the Arabidopsis
(Arabidopsis thaliana) SORTING NEXIN (SNX) protein family were shown to mediate
the endosomal retrieval of transporter proteins in response to external challenges. Our
aim is to understand the possible ways through which external stimuli influence the
activity of SNX1 in the root. Several proteins are known to contribute to the function
of SNX1 through direct protein–protein interaction. We, therefore, compiled a list of all
Arabidopsis proteins known to physically interact with SNX1 and employed available
gene expression and proteomic data for a comprehensive analysis of the transcriptional
and post-transcriptional regulation of this interactome. The genes encoding SNX1-
interaction partners showed distinct expression patterns with some, like FAB1A, being
uniformly expressed, while others, like MC9 and BLOS1, were expressed in specific
root zones and cell types. Under stress conditions known to induce SNX1-dependent
responses, two genes encoding SNX1-interacting proteins, MC9 and NHX6, showed
major gene-expression variations. We could also observe zone-specific transcriptional
changes of SNX1 under iron deficiency, which are consistent with the described role
of the SNX1 protein. This suggests that the composition of potential SNX1-containing
protein complexes in roots is cell-specific and may be readjusted in response to external
stimuli. On the level of post-transcriptional modifications, we observed stress-dependent
changes in the phosphorylation status of SNX1, FAB1A, and CLASP. Interestingly, the
phosphorylation events affecting SNX1 interactors occur in a pattern which is largely
complementary to transcriptional regulation. Our analysis shows that transcriptional and
post-transcriptional regulation play distinct roles in SNX1-mediated endosomal recycling
under external stress.
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INTRODUCTION
The plasma membrane serves as a cellular border and, thanks
to membrane-embedded proteins, it is responsible for selectively
permitting signals and material inward and outward. The
movement of these transmembrane proteins is restricted by their
membrane environment and, therefore, complex endomembrane
trafficking pathways are responsible for their delivery to the
plasma membrane (Reyes et al., 2011; Luschnig and Vert, 2014).
The availability of the membrane-embedded proteins at the
plasma membrane is a result of rapid cycles of exocytosis and
endocytosis to endosomal compartments. Endocytosed proteins
are transported to the early endosome/trans-Golgi network
(EE/TGN; Dhonukshe et al., 2007; Viotti et al., 2010; Barberon
et al., 2011; Kasai et al., 2011) and are then being processed in
a sorting compartment (Jaillais et al., 2008). There, a decision
is made whether proteins should be reset (reverted to their
initial inactive state; in the case of active/phosphorylated receptor
kinases) and recycled, or sent to the vacuole for degradation
(Geldner and Robatzek, 2008). There are several factors known
to be required for successful recycling. One of these is the
pH change in the endosomal lumen driven by vacuolar H+-
ATPases (V-ATPases; Dettmer et al., 2006; Kane, 2006; Huang
and Chang, 2011). In plants, the EE/TGN-localized V-ATPase
is essential for the regulation of secretion and recycling of
endosomal proteins such as the brassinosteroid receptor BRI1
and the cellulose synthase A complexes (Luo et al., 2015). In
Arabidopsis, the function of the Na+/H+ antiporters NHX5 and
NHX6, which localize to the Golgi apparatus and EE/TGN and
export luminal H+, was shown to be critical for the vacuolar
targeting and recycling of proteins (Bassil et al., 2011; Ashnest
et al., 2015). At present, the direct consequence of the pH
change remains unexplained. However, it is speculated that
it might affect the recruitment of trafficking regulators (Luo
et al., 2015). In animals, the recruitment of the small GTPase
Arf6 and its GDP/GTP exchange factor ARNO is dependent
on the intravesicle pH-change through the interaction with the
V-ATPase subunit a2. Thus, V-ATPase components might serve
as a pH sensor (Maranda et al., 2001; Hurtado-Lorenzo et al.,
2006).
The Arabidopsis ARF-guanine nucleotide exchange factor
GNOM is required for the recycling of PIN-family auxin
transporters at the EE/TGN (Geldner et al., 2003, 2004). However,
GNOM was recently found to mainly localize to subdomains of
the Golgi apparatus, indicating that its effect on protein recycling
might be indirect (Naramoto et al., 2014).
In animal cells and yeast, the recycling from the sorting
compartments requires the action of the retromer complex.
The retromer is a multimer complex consisting of two smaller
complexes—the core retromer, composed of the proteins
VACUOLAR PROTEIN SORTING 26 (VPS26), VPS29, and
VPS35, and the SORTING NEXIN (SNX) subcomplex, which
consists of homo- or heterodimers of different SNX proteins
and, therefore, provides the retromer with versatile functions
(Cullen and Korswagen, 2012). In plants, there are homologs
of the core retromer subunits. However, in comparison to the
more than 30 human SNX proteins, Arabidopsis has only six
potential ones, where only three, SNX1, SNX2a, and SNX2b,
have been characterized (Zelazny et al., 2012). A major problem
in understanding protein sorting in plants is the controversial
data on the localization of the retromer components and,
therefore, the not entirely clear physical identity of the sorting
endosome (Robinson et al., 2012). In some studies, members
of the retromer were found to predominantly colocalize with
markers for the late endosomes and to a lesser extent with
EE/TGN markers (Jaillais et al., 2006, 2007; Oliviusson et al.,
2006; Kleine-Vehn et al., 2008; Yamazaki et al., 2008; Ivanov
and Gaude, 2009; Pourcher et al., 2010; Nodzynski et al.,
2013; Zelazny et al., 2013; Ivanov et al., 2014). Other authors
reported a predominant TGN localization, suggesting that the
retrograde transport occurs not in the direction multivesicular
body (MVB)-to-TGN but rather within TGN itself, or even
between TGN and the Golgi apparatus (Niemes et al., 2010;
Stierhof et al., 2012). Indirect evidence also supports a TGN
localization of the sorting compartment since the Arabidopsis
Rab-A2 and Rab-A3 proteins, homologs of the mammalian
recycling endosome marker rab11, label the TGN in Arabidopsis
roots (Chow et al., 2008). The matter is still heavily debated.
However, the analysis of all available data leaves the impression
that more than one of the visually detectable plant endosomal
compartments is capable of performing recycling functions.
Therefore, the term “sorting endosome” probably reflects
several stages of endosome maturation (Robinson and Neuhaus,
2016).
At present, the exact composition of the functional retromer
complex in Arabidopsis is still unclear. A genetic interaction
between SNX1 and the core retromer subunit VPS29 has been
demonstrated (Jaillais et al., 2007). At the same time, however,
loss-of-function mutants of the core retromer components
display severe developmental defects, while knocking out all
of the three SNX genes results in only mild developmental
phenotypes. This suggests that the two subcomplexes function
to a large extent independently from each other (Jaillais et al.,
2006; Shimada et al., 2006; Yamazaki et al., 2008; Pourcher et al.,
2010; Zelazny et al., 2013). The biological significance of SNX
for endomembrane trafficking of plasma membrane proteins is
revealed by challenging snx mutant plants with external stimuli.
In wild type plants, gravitropic stimulation, auxin treatment,
or high temperature lead to the active retrieval of PIN2 from
endosomal compartments (Jaillais et al., 2006; Kleine-Vehn et al.,
2008; Hanzawa et al., 2013). In a similar manner, depletion of
iron from the root environment causes the synthesis and active
recycling of the IRON-REGULATED TRANSPORTER1 (IRT1;
Ivanov et al., 2014). In the absence of functional SNX proteins, the
recycling of these two transporters is compromised and they are
mistargeted to the vacuole, instead. This suggests that the SNX
proteins may represent a potential stress-response trafficking
module in plant cells, required upon a challenge-driven enhanced
demand of specific protein recycling.
Several proteins are known to interact with SNX1 and affect
its sorting function and, therefore, changes in the composition
of the SNX1 protein complexes might affect protein recycling.
Based on this, our aim was to outline the mechanisms through
which stress conditions might influence the SNX1 activity, either
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directly or by modulating the availability or the state of SNX1
itself and its potential interactors. We compiled a complete
list of SNX1-interacting proteins and employed the available
gene expression and proteomic data for a comprehensive
analysis of the transcriptional and post-transcriptional regulation
of SNX1, together with all Arabidopsis proteins known to
physically interact with it. The data showed distinct expression
patterns of genes and specific responses to stress, suggesting
that the SNX1-complexes composition in roots is cell-specific
and may be readjusted in response to external stimuli. We
found that the differential phosphorylation of SNX1-complex
members under stress occurs in a pattern complementary to
transcriptional regulation. Our analysis shows that the efficiency
of SNX1-mediated protein sorting under stress conditions may
be influenced by a complementary action of transcriptional and




The Arabidopsis SNX1 interactome was predicted based on
known interactions between orthologous proteins in yeast
(Saccharomyces cerevisiae), nematodes (Caenorhabditis elegans),
Drosophila (Drosophila melanogaster), and human (Homo
sapiens; Geisler-Lee et al., 2007). To construct the interaction
map, “At5g06140” was used as a string in the Arabidopsis
Interactions Viewer1. The full list of genes encoding predicted
SNX1-interacting proteins is available in Supplementary Table S1.
Generation of Gene Coexpression
Networks
The Arabidopsis Genome Initiative (AGI) numbers of the genes
encoding the full SNX1 interactome, presented in Figures 1B,C,
were used as a basis to build co-expression networks using the
“Network Drawer” module of the online tool ATTED-II version
8.02 (Aoki et al., 2016). The full list of the cluster-associated
gene AGI numbers is available in Supplementary Table S2.
Gene ontology (GO) category-enrichment data are available in
Figure 2B and in Supplementary Table S3.
Plant Material and Growth Conditions
Arabidopsis plants expressing SNX1pro:SNX1-GFP in snx1-1
background (referred to as SNX1-GFP further in the text), a
kind gift from Dr. Thierry Gaude (Jaillais et al., 2006), were
surface sterilized in 70% ethanol for 3 min. The seeds were then
plated on plates with Hoagland medium [1.5 mM Ca(NO3)2,
1.25 mM KNO3, 0.75 mM MgSO4, 0.5 mM KH2PO4, 50 µM
KCl, 50 µM FeEDTA, 50 µM H3BO3, 10 µM MnSO4, 2 µM
ZnSO4, 1.5 µM CuSO4, 0.075 µM (NH4)6Mo7O24, pH 5.8]
supplemented with 1.4% plant agar (Duchefa). The plates with
the seeds were stratified at 4◦C for 2 days before transferring to a
growth chamber and growing upright for 8 days. The incubation
1http://bar.utoronto.ca/interactions/cgi-bin/arabidopsis_interactions_viewer.cgi
2http://atted.jp/top_draw.shtml#NetworkDrawer
conditions were 16 h light at 21◦C, 8 h darkness at 19◦C. The
seedlings were used for imaging.
Confocal Microscopy
The seedlings were incubated in 10 mg/ml propidium iodide
for 1 min, washed in distilled water and mounted on
microscopic slides in liquid Hoagland medium. An LSM 780
(Zeiss) confocal microscope was employed for the study.
For green fluorescent protein (GFP) visualization, excitation
at 488 nm and detection between 505 and 545 nm were
used. For propidium iodide, excitation at 561 nm and
detection from 575 to 615 nm were used. Pinholes for
both channels were set to 1 Airy Unit with optical slices
equivalent to 0.8 µm. Images were recorded in a 1024 pixel
format.
Visualization of Root-Zone Gene
Expression
Data from microarray analysis of root samples (Birnbaum et al.,
2003; Nawy et al., 2005) was visualized using the ePlant browser3
(Fucile et al., 2011). The AGI numbers of the genes encoding
the full SNX1 interactome, presented in Figure 1C were used as
input.
Hierarchical Clustering of Gene
Expression Under Stress Conditions
The Genevestigator database4 (Hruz et al., 2008) was queried
using the AGI numbers of the genes presented in Figure 1C.
The selected stress conditions were the following: “response to
auxin including natural variation”—AT-00104, AT-00164, AT-
00165, AT-00167, AT-00226, AT-00257, AT-00407, AT-00543,
AT-00655, AT-00658, and AT-00660; “heat stress”—AT-00026,
AT-00120, AT-00129, AT-00387, AT-00402, AT-00439, and AT-
00645; “iron deficiency”—AT-00286, AT-00333, AT-00348, AT-
00449, and AT-00517. “Hierarchical clustering” tool was used to
cluster both genes and conditions for similar patterns. Resulting
trees represent Euclidean distance.
Searches for Differential Protein and
Phosphopeptide Abundance
Known peptides of SNX1 and the SNX1-interacting proteins were
obtained from The Plant Proteome Database5 (Sun et al., 2009).
The source publications were manually examined for cases of
differential protein abundance when comparisons were made by
the authors.
Experimentally identified phosphopeptides were recovered
from the PhosPhAt 4.0 database6 (Durek et al., 2010). The full list
of detected phosphopeptides is available in Supplementary Table
S5. The source publications were manually examined for cases of
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FIGURE 1 | Protein interactions of SNX1. (A) Prediction-based SNX1-interaction map generated using Arabidopsis Interactions Viewer. (B) SNX1-interaction map
based on literature data. Known interactions between BLOS1 and BLOS2, and SNX2a and SNX2b are also presented. (C) A list of the known SNX1-interacting
proteins. The list includes the methods by which interaction was inferred, as well as the corresponding citation. Y2H, yeast two-hybrid screen; BiFC, bimolecular
fluorescence complementation; IP, coimmunoprecipitation; N-ter COFRADIC, N-terminal combined fractional diagonal chromatography.
RESULTS
The Protein Interaction Map of SNX1 in
Arabidopsis
We aimed to understand the regulatory events involved in
modulating SNX1 activity under stress conditions. Therefore,
our first goal was to identify the SNX1 protein environment.
We applied two different approaches. First, a list of predicted
SNX1 protein interactors was made, based on the homology
of Arabidopsis proteins to known SNX1 interactors in other
organisms (Geisler-Lee et al., 2007). The resulting 25 interactions
included many intracellular trafficking-related proteins, such
as syntaxins, subunits of the Exocyst complex, small GTPases,
and microtubule-associated proteins (Figure 1A; Supplementary
Table S1). Also included were a SNX1 self-dimerization, a
hetero-dimerization with SNX2b and an interaction with the
core retromer subunit VPS29. The majority of the interaction
predictions, a total of 17 (68%), were based on yeast (S. cerevisiae)
data. In addition, none of the interactions was seen in another
of the organisms included in the study (Supplementary Table
S1). This suggests that the SNX1 interactome might be largely
species-specific.
In a second approach, we then screened the available
literature for experimentally demonstrated SNX1 interactions in
Arabidopsis. We found a total of nine documented interactions
(Figures 1B,C), which included SNX1 and SNX2b but also
another SNX, SNX2a. SNX1 was shown to be critical for the
loading of SNX2a and SNX2b at the endosomal membrane
(Pourcher et al., 2010). Two of the interactors, BLOS1 and
BLOS2, are homologs of mammalian BLOC1-complex subunits
(Cui et al., 2010). In mammals, the BLOC1–3 complexes
are involved in protein sorting toward the lytic compartment
(Rodriguez-Fernandez and Dell’Angelica, 2009). On the other
side, the microtubule plus-end-localized protein CLASP was
shown to bind and stabilize SNX1, and mediate SNX1-dependent
recycling of the auxin transporter PIN1 (Ambrose et al.,
2013). Two recent papers show the interaction with a sodium-
proton antiporter NHX6 (Ashnest et al., 2015) and the 1-
phosphatidylinositol-3-phosphate 5-kinase FAB1A. FAB1A was
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FIGURE 2 | SNX1 interactome-related coexpression networks. (A) Genes encoding SNX1-interacting proteins (colored ovals) were used as a basis for the
generation of the coexpression networks using the ATTED-II server. (B) Enriched gene ontology (GO) categories. The color code corresponds to the three groups of
genes showing GO enrichment encircled with punctate lines in (A).
found to be essential for the recruitment of SNX1 to the
endosomal membrane and the trafficking of PIN1 (Hirano et al.,
2015). Interestingly, using a proteomics-based approach SNX1
was shown to be a target of the metacaspase-family protease MC9
(Tsiatsiani et al., 2013). MC9 gene is expressed very specifically
in tracheary element cells destined to undergo programmed cell
death and the MC9 protein is known to promote autophagy
(Bollhoner et al., 2013; Escamez et al., 2016). It has to be added
that Brassica oleracea SNX1 was shown to interact with the
kinase domains of Brassica receptor kinases SRK29 and SFR1,
and a kinase-dead form of the Arabidopsis CLV1 (Vanoosthuyse
et al., 2003). At the same time, however, no interaction has
been demonstrated between the Arabidopsis SNX1 and either the
aforementioned receptor kinases or the two transporters, PIN2
and IRT1, whose recycling it is known to mediate.
In summary, only two of the nine experimentally
demonstrated SNX1-interactors, SNX1 itself and SNX2b,
have been predicted, underlining the specifics of plant SNX1
function. Therefore, in our further search for regulatory
mechanisms involved in plant SNX-based protein sorting
we concentrated our analysis on the list of experimentally
demonstrated interactions (Figure 1C).
Coexpression of Genes Encoding SNX1
Interactors
We performed an analysis of gene coexpression looking for
potential hints to the processes involved in SNX1 regulation.
With the exception of SNX2b, expression data for the other eight
genes in the list in Figure 1C is available in public databases.
The results, presented in Figure 2A and Supplementary Table
S2, showed that a significant degree of coregulation of gene
expression could be found only for SNX1 and SNX2a. Each of the
other six genes could be placed in a separate coexpression cluster,
including BLOS1 and BLOS2 which are potential members of the
same complex. This suggests that the amount of proteins available
for interaction with SNX1 depends on a large variety of factors,
potentially both the developmental program and the influence
of external signals. Therefore, regulation on gene expression
level may be a critical factor controlling the availability of SNX1
interactors in the cell, and thus affecting the composition, and the
activity of the SNX1-containing complexes.
Among the genes in the coexpression clusters, at least
six, At2g43210, At3g05670, At3g13330, At4g10940, At4g38600,
At5g15400, and At5g57860 are predicted to have functions
related to ubiquitination and protein degradation. This fact is
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FIGURE 3 | Expression pattern of SNX1 and genes encoding SNX1 interactors along the root. (A) Subcellular localization of a complementing SNX1-GFP
fusion in cells of the root meristematic zone. (B) Tissue-level expression of SNX1-GFP: (a) optical longitudinal section of the root meristematic and elongation zones;
(b) optical cross-section of the region between the elongation and early differentiation zones; (c) a root hair cell. (C) Visualization of SNX1-interactor-encoding gene
expression along the root using the ePlant tool. Relatively low expression is represented by a yellow color, high expression is shown in darker orange and red.
especially intriguing considering that dynamic ubiquitination
and deubiquitination events may be crucial for the sorting of
endocytosed membrane proteins in the endomembrane system
(Luschnig and Vert, 2014; Schuh and Audhya, 2014). We
further explored the list of coexpressed genes for enrichment
of GO categories. One category, “vacuole organization,” was
significantly enriched (P-value 0.00042) in the whole data
set (Figure 2B; Supplementary Table S3). Looking for GO
enrichment within the single clusters, we could identify
additional enriched categories with P-values lower than 0.05.
These included “autophagy,” “lipid metabolic process,” and
“cellular response to water deprivation” for the cluster that
included the FAB1A gene. The “vacuole organization” category
was enriched in two clusters, containing the MC9 and FAB1A
genes. An additional category, “cytosol,” could be identified as
enriched with a P-value of 0.0191 in the BLOS1-containing
cluster (Figure 2B; Supplementary Table S3). The genes
representing the respective GO enrichment category are encircled
by a punctate line with the respective color (Figure 2A).
Taken together, these data show a clear tendency for the
involvement of different factors, including responses to external
stress-related stimuli, for the regulation of the genes encoding
the protein partners of SNX1. In addition, different genes might
be targeted by different stimuli, resulting in specific changes in
SNX1-mediated sorting.
Root-Zone Expression of Genes
Encoding SNX1 Interactors
We investigated the presence of SNX1 interactors in zones of the
root, which are known to require the function of SNX1 upon
external stimuli. First, we used an Arabidopsis line expressing
a SNX1-GFP fusion under the SNX1 promoter to visualize the
presence of SNX1 in different zones of the root. The fusion
was shown to complement both the auxin- and iron deficiency-
related SNX1 loss-of-function phenotypes (Jaillais et al., 2006;
Hanzawa et al., 2013; Ivanov et al., 2014). SNX1-GFP could
be observed in the cytosol, as well as in punctate structures,
corresponding to the sorting endosomes (Jaillais et al., 2008;
Figure 3A). The majority of the GFP signal could be seen at the
root tip, while in the basal direction the signal became weaker
(Figure 3Ba). Despite that, SNX1-GFP was clearly detectable in
the central cylinder and the epidermis of the early differentiation
zone (Figure 3Bb), including the root hairs (Figure 3Bc). This
localization pattern is consistent with the described functions of
SNX1.
We then used the ePlant browser7 to visualize the expression
of the genes encoding SNX1 interactors. Root expression was
found for all genes, with the majority showing relatively high
presence at the root tip and enrichments in specific zones
(Figure 3C). Enhanced expression in the elongation zone could
be seen for SNX1, BLOS2, CLASP, and FAB1A, while BLOS1 was
enriched in the meristematic-elongation zone transition and the
differentiation zone. The complementary expression patterns of
BLOS1 and BLOS2 in the meristematic and the elongation zone
indicate that they either have diverse cell type-specific functions
or they have a redundant function but are targeted by different
regulatory inputs. NHX6 showed relatively weak but uniform
expression throughout the root. In comparison to all others, MC9
7https://bar.utoronto.ca/eplant/
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FIGURE 4 | Hierarchical clustering of SNX1-interactor gene expression in response to environmental inputs. External inputs were chosen where plant
responses require the function of SNX1. These include: (A) a combination of all stresses, (B) auxin application, including the responses of different Arabidopsis
accessions, (C) heat stress, and (D) iron deficiency. (E) Radial-zone gene expression changes after 24 h of iron deficiency. Green color indicates downregulation in
the performed comparisons, red color indicates upregulation. Panels (A–D) were generated using the Genevestigator tool.
showed a xylem-specific expression, in agreement with data from
promoter–reporter fusion experiments (Bollhoner et al., 2013).
Signal in other cells was low and there is a possibility that the
protein is not synthesized there. Therefore, its influence on SNX1
might by strongly spatially specific.
The root gene-expression data shows that the SNX1-related
genes have different expression patterns and is in agreement with
the coexpression cluster analysis. It suggests that in the different
zones of the root different protein partners will be available to
form a complex with SNX1, and thus the SNX1 activity, may vary.
Stress-Induced Changes of SNX1
Interactome-Related Gene Expression
Based on the finding that the availability of the SNX1-interacting
partners is root-zone specific, we asked if this might also be
influenced by environmental stress conditions. Since SNX1 is
required for the regulation of transporter protein recycling
upon cues, such as gravitropic stimulation, heat stress, and
iron deficiency, we screened the Genevestigator database for
comparative studies of the influence of auxin treatment, heat
stress, or iron deficiency on gene expression in Arabidopsis
roots or seedlings. We performed hierarchical clustering of
gene expression among all selected treatments, as well as for
each treatment type separately (Figures 4A–D). We could see
that there were only limited gene expression changes, with
the exception of the MC9 and NHX6 genes whose expression
was most strongly affected. Under heat stress, MC9 and NHX6
clustered together with BLOS2 (Figure 4C), while under all other
stimuli MC9 did not cluster with the rest (Figures 4A,B,D).
When compared to each other, NHX6 and MC9 showed very
different expression patterns in response to the stimuli, which
might partially reflect the cellular specificity of MC9 expression.
This result, however, also suggests that targeting these two genes
is a possible mechanism of regulating the activity of SNX1. The
similarities observed between the clusters of auxin treatment and
iron deficiency stress are to be expected, as auxin is known to
influence the expression of the iron uptake system and specifically
the expression of the IRT1 gene (Chen et al., 2010; Blum et al.,
2014).
We screened microarray data for genes, related to the SNX1
interactome, that are regulated in a zone-specific manner under
stress. Our criteria were a minimum of 1.5-fold induction or
a minimum of 0.5-fold reduction compared to the control
condition in the same zone. In the data presented by Dinneny
et al. (2008), we found that a 24-h iron deficiency results in
the downregulation of BLOS1 in epidermis cells (Figure 4E).
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Since BLOS1 was shown to promote vacuolar targeting of cargo
proteins (Cui et al., 2010), this result suggests a preferential
recycling of endosome-located plasma membrane proteins under
these conditions. Consistent with this, a SNX1-dependent IRT1
endosomal recycling in the epidermis has been shown to be
crucial for IRT1 localization at the plasma membrane under
iron deficiency (Ivanov et al., 2014). It has to be noted,
however, that a role of BLOS1 in IRT1 trafficking has not yet
been investigated. At the same time, the expression of SNX1
and BLOS2 is significantly upregulated in the central cylinder
(Figure 4E) and also suggests enhanced stress-related trafficking.
The upregulation of SNX1 gene is consistent with the previously
observed increased abundance of SNX1-GFP protein under iron
deficiency (Ivanov et al., 2014).
Taken together, the data show that under stimuli external for
the plant, there is a distinct transcription-level response that, in
the case of iron deficiency, ensures cell-specific changes related to
the composition of SNX1-containing protein complexes.
Phosphorylation of SNX1-Interacting
Proteins in Response to External
Challenges
We investigated whether the changes of gene expression are
also mirrored at protein level. We identified published peptides,
corresponding to five of the proteins (Supplementary Table S4).
Among the several comparisons in stress conditions, including
abscisic acid (ABA) application and nitrogen starvation (see
Supplementary Table S4) there were no differences reported for
any of the SNX1-interacting proteins, whenever these proteins
were identified. However, it is still possible that such differences
in protein abundance will be detected in future comparisons. For
SNX1, for example, we have recently reported that its protein
levels are increased under iron deficiency conditions.
We then looked for potential post-translational modifications
that target members of the SNX1 interactome. SNX1 itself
is a known phosphorylation target. It has been demonstrated
that application of auxin enhances the phosphorylation of
SNX1 at serine 16 and that this modification is important for
lateral root formation (Zhang et al., 2013). We screened the
PhosPhAt 4.0 database8 (Durek et al., 2010) for all instances
of identified phosphopeptides in SNX1 interactors. We found
phosphopeptides corresponding to seven of the proteins in the
list (Table 1; Supplementary Table S5). Most of these were
identified in multiple studies, only for MC9 a single peptide was
reported. We then screened the literature for changes in the
phosphorylation status under external challenge. We found that
differential phosphorylation has been observed for three of the
proteins, CLASP, FAB1A, and SNX1 in a total of four different
studies (Table 1). CLASP phosphorylation was downregulated by
osmotic stress (Xue et al., 2013), while FAB1A phosphorylation
was upregulated in the rcn1-1 mutant, lacking the regulatory
subunit A1 of protein phosphatase 2A (PP2A), compared to wild
type (Yang et al., 2013). The rcn1-1 mutant is known to exhibit
auxin transport and other phytohormone-related phenotypes
8http://phosphat.uni-hohenheim.de
(Saito et al., 2008). As mentioned above, SNX1 phosphorylation
increases in response to auxin (Zhang et al., 2013). However, the
same serine on position 16 was shown to be dephosphorylated
under ionizing radiation (Roitinger et al., 2015).
These data show that certain SNX1-interacting proteins are
selectively targeted for phosphorylation and, therefore, different
external stimuli might target SNX1 activity in a direct or indirect
manner. Interestingly, the lists of targets for transcriptional
regulation and phosphorylation are complementary. This
demonstrates how a great variety of inputs can be accommodated
through differential availability of subunits and their alternation
between active and inactive state in order to coordinate protein
recycling in a cell-specific manner.
DISCUSSION
Endocytosed plasma membrane proteins might be targeted for
degradation or be recycled at the sorting endosome and reused.
Presence of many Arabidopsis plasma membrane proteins has
been detected in the sorting endosome (Jaillais et al., 2006,
2008; Ivanov and Gaude, 2009; Ivanov et al., 2014). The
SNX1 protein has been implicated in the retrieval of plasma
membrane transporters, such as PIN2 and IRT1 from the
degradation pathway. We generated a complete list of known
SNX1-interacting proteins and used publicly available data to
analyze their transcriptional and post-translational regulation in
response to environmental stresses.
Transcription as a Means to Regulate
Vesicle Trafficking
We showed that the genes encoding SNX1-interacting proteins
differ substantially in their expression levels and cellular






NHX6 At1g79610 Yes –
CLASP At2g20190 Yes Downregulated by osmotic
stress (Xue et al., 2013)
BLOS1 At2g30330 No –
FAB1A At4g33240 Yes Upregulated in rcn1-1
compared to wild type (Yang
et al., 2013)
MC9 At5g04200 Yes –
SNX1 At5g06140 Yes Upregulated by auxin (Zhang
et al., 2013); downregulated
under ionizing radiation
(Roitinger et al., 2015)
SNX2b At5g07120 Yes –
BLOS2 At5g49550 No –
SNX2a At5g58440 Yes –
Known cases of phosphorylation of the SNX1-interacting proteins are listed
together with the respective cases of differential phosphorylation and the
corresponding references. A list of references (PubMed ID) showing the
phosphorylation identification and the corresponding detected peptides is available
in Supplementary Table S5.
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expression patterns, suggesting that the composition of SNX1-
containing protein complexes is different between one cell
type and another. Intriguingly, we saw that external signals
in the form of heat, application of auxin or iron limitation,
known to trigger SNX1-dependent responses, result in the
differential regulation of a few genes, rather than the whole
interactome. Analysis of expression data under iron deficiency
stress shows that these changes are root-zone specific and are
consistent with rebalancing SNX1 activity in different root-
cell types. Transcriptional regulation emerges as a mechanism
for regulating endomembrane trafficking in all organisms.
In mammals, it was demonstrated as a key prerequisite for
the function of Rab-family small GTPases upon pathogen
infection (Lizundia et al., 2007; Pei et al., 2012). Mammalian
genes encoding lysosome biogenesis proteins share a common
functional cis-regulatory motif, a target of the transcription factor
TFEB (Sardiello et al., 2009). In plants, there are also examples
of transcriptional regulation of endomembrane trafficking. The
gene encoding the v-SNARE protein VAMP711 is downregulated
under salt stress, which leads to enhanced salt tolerance, as
seen by using antisense lines and T-DNA insertion mutants
(Leshem et al., 2006). Coexpression analysis of iron-deficiency
marker genes expressed in leaves also identified a cluster of
genes which included many trafficking components, such as
a RAB GTPase, a Rho guanidine exchange factor and a Rho
GTPase activating protein, among others (Ivanov et al., 2012).
Our coexpression analysis shows a prominent enrichment of
the “vacuole organization” GO category. Since the vacuole is
the plant cell’s lytic compartment, this finding suggests that a
similar mechanism of transcriptional regulation might also exist
in plants. Therefore, activation or inhibition of gene expression
might be an important component in the regulation of vesicle
trafficking when rebalancing plant homeostasis under stress.
Regulation of SNX1 and Its Interacting
Partners Under Stress
Our data show that environmental stress has a complex impact
on the regulation of the availability and the state of the proteins
interacting with SNX1. We have discovered a general tendency of
transcriptional regulation and protein phosphorylation affecting
the analyzed proteins in a complementary pattern in response
to stress. Thus, the majority of proteins significantly affected
on the level of mRNA abundance, such as NHX6 and MC9,
show no differential phosphorylation or even no phosphorylation
at all. At the same time, the expression levels of the genes
encoding CLASP and FAB1A show no major alterations but the
proteins undergo differential phosphorylation under different
stresses. SNX1 itself seems to be an exception, as it shows
both significant transcriptional and phosphorylation changes.
A closer look shows that these are stress-specific alterations
and they are also complementary. The levels of SNX1 in
response to iron deficiency are upregulated in the cells of the
central cylinder. These data are consistent with the previously
reported observation of enhanced protein abundance under these
conditions (Ivanov et al., 2014) but no significant differences
in SNX1 phosphorylation were observed under this stress (Lan
et al., 2012). Upon auxin treatment, the phosphorylation of
serine 16 is enhanced which stimulates the activity of SNX1
(Zhang et al., 2013), despite the fact that no major gene
expression alterations can be detected. Altogether the data
shows that the presence and activity of SNX1 are stress-
regulated.
An intriguing finding was the contrasting regulation of BLOS1
and BLOS2. Despite the fact that the two are members of
the same complex, BLOC1, the genes encoding them display
a dramatically different expression pattern. In the root zones,
the expression of the two is almost opposite to each other. In
zones where BLOS1 shows enhanced mRNA abundance, BLOS2
expression is low, and the opposite is true for zones with low
BLOS1 expression. This situation is mirrored in response to
stress conditions, where the two genes tend to cluster away from
each other. Under iron deficiency, the two also show opposite
responses, however, the regulatory effect can be observed in
different radial zones of the root, namely upregulation of BLOS2
in the central cylinder and downregulation of BLOS1 in the
epidermis. It has to be mentioned that no phosphorylation has
been detected for either BLOS1 or BLOS2. While other potential
modifications cannot be excluded, this implies that the activity
of the BLOC1 complex might be balanced through targeted
cell-specific depletion or enhancement of subunit abundance.
This has also implications for the regulation of SNX1. The
phenotypes of the BLOS1/BLOS2-suppressed plants are opposite
to those of snx1 mutants, including the regulation of PIN proteins
(Cui et al., 2010). Thus, it may be speculated that the SNX1–
BLOS interaction inhibits SNX1, sequestering it from the active
recycling complex and keeping it as a ready, temporarily inactive
pool at the endosomal membrane. In any case, the interaction
might serve for balancing the processes of recycling and vacuolar
targeting and the enhanced or diminished presence of BLOS1
and 2 potentially affects SNX1-mediated protein recycling. The
observed regulation of the genes encoding these proteins in radial
root zones is, therefore, consistent with the known effects of
SNX1 on IRT1 trafficking in the root epidermis, and with an
enhanced trafficking in the central cylinder, respectively.
Due to the current lack of data, it is difficult to predict
the role of protein phosphorylation for the activity of CLASP
and FAB1A. Nevertheless, their significant response to osmotic
stress and rcn1-1-associated defects, respectively, indicates that
these proteins are targets of the cellular signaling systems. In
the context of the regulation of SNX1-mediated trafficking, it
is tempting to speculate that differential phosphorylation of
CLASP and FAB1A may regulate the association of SNX1 at the
endosomal membrane and, therefore, protein recycling. Thus,
it will be of great interest to understand the role of CLASP
and FAB1A phosphorylation and analyze the performance of
SNX1 in plants expressing constitutively dephosphorylated or
phosphomimicking versions of these two proteins.
Interactions and Inputs Regulating SNX1
Activity
The participation of the SNX1-interacting proteins in the SNX1-
mediated sorting process is illustrated in Figure 5 for an
idealized situation, where all currently known components are
readily available. SNX1 protein has dual localization, in the
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FIGURE 5 | A model of the events involved in SNX1-mediated protein recycling. The surface of the endosome in an idealized cell containing all SNX1
interactors is represented. The “plus” and the “minus” ends of a microtubule are indicated. Proteins are represented as oval shapes bordered by black lines (when no
phosphorylation has been experimentally demonstrated), blue lines (when phosphorylation was observed), and red lines (when differential phosphorylation was
shown under stress).
cytoplasm and at the endosomal membrane (Jaillais et al., 2006).
Under certain conditions, cytoplasmic SNX1 can become a
target of MC9 in tracheary elements (Tsiatsiani et al., 2013),
or of other proteases which may mediate its degradation
in different cell types. SNX proteins are recruited to the
endosomal membrane via their PHOX (NADPH Phagocyte
Oxidase) homology domain (Teasdale and Collins, 2012).
There is evidence that SNX1 binds phosphatidylinositol-3-
phosphates (Pourcher et al., 2010; Simon et al., 2014). The
1-phosphatidylinositol-3-phosphate 5-kinase FAB1A, through a
direct interaction, was shown to be the prerequisite for SNX1
recruitment to the endosome (Hirano et al., 2015). Therefore,
SNX1 might also bind phosphatidylinositol-3,5-bisphosphate,
which is a product of FAB1A enzymatic activity. Recently
it was shown that the lipid composition of the endosomal
membrane affects significantly SNX1-mediated trafficking (Chu
et al., 2016). Once at the endosomal membrane, SNX1 can
participate in complexes with either the vacuolar targeting-
promoting BLOC complex subunits BLOS1 and 2 or with the
recycling-promoting components FAB1A, SNX2a/b, CLASP, and
NHX6 (Cui et al., 2010; Pourcher et al., 2010; Ambrose et al.,
2013; Ashnest et al., 2015). As discussed above, the SNX1–
BLOS may be involved in balancing between recycling and
vacuolar targeting. On the other side, the role of SNX1 in
recycling is well documented. The SNX1-mediated recruitment
of a SNX2 protein to the membrane is required, since as a
heterodimer their predicted function is to induce membrane
curvature and subsequent tubulation (Pourcher et al., 2010;
Zelazny et al., 2012). The activity of NHX6 depends on the
function of its C-terminus which also contains the SNX1-
interaction site (Ashnest et al., 2015). Finally, through its
interaction with SNX1, CLASP mediates the contact between
the microtubule plus-end and the forming transport vesicle
(Ambrose et al., 2013; Figure 5). Thus, changing the availability of
the different components can trigger a change in the functionality
of SNX1.
Perspectives
Varying environmental conditions result in selective changes of
the transcriptional behavior of genes encoding SNX1 interactors
or the post-translational regulation through phosphorylation
of their protein products. In the context of SNX1-mediated
protein trafficking, these complementary events might represent
an efficient and versatile way of regulating the activity of SNX1
in response to external stimuli. The findings presented in this
work provide a basis for studying the mechanistic details of the
regulatory events involved in protein trafficking under stress. In
the case of SNX1, several questions will need to be tackled in
order to be able to outline a plausible regulatory model. These
include identifying different SNX1-containing complexes and
their exact composition. These complexes should be analyzed
in a cell-specific manner, taking into account their dynamics
in response to stress. The aim should be to expand the SNX1-
interactors network beyond the direct SNX1 protein interactions,
an approach which will potentially reveal novel aspects into how
stress responses are integrated in the developmentally regulated
trafficking. An intriguing recent finding in this direction was
the observation that SNX1 coimmunoprecipitates with the small
GTPase ARA7 (Heard et al., 2015).
AUTHOR CONTRIBUTIONS
RI designed the concept. RI and TB performed analysis and
discussed results. RI wrote the manuscript.
FUNDING
This project is supported by the Strategic Research Fund
initiative at the Heinrich-Heine University, Düsseldorf, Germany
(project SFF - F 2014/730-15 Ivanov) and DFG (through CRC
1208).
Frontiers in Plant Science | www.frontiersin.org 10 September 2016 | Volume 7 | Article 1456
fpls-07-01456 September 23, 2016 Time: 16:53 # 11
Brumbarova and Ivanov SNX1 Protein-Interactors Regulation
ACKNOWLEDGMENT
We would like to thank Dr. Stefanie Weidtkamp-Peters at the
Center of Advanced Imaging for help with microcopy.
SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found online
at: http://journal.frontiersin.org/article/10.3389/fpls.2016.01456
REFERENCES
Ambrose, C., Ruan, Y., Gardiner, J., Tamblyn, L. M., Catching, A., Kirik, V., et al.
(2013). CLASP interacts with sorting nexin 1 to link microtubules and auxin
transport via PIN2 recycling in Arabidopsis thaliana. Dev. Cell 24, 649–659. doi:
10.1016/j.devcel.2013.02.007
Aoki, Y., Okamura, Y., Tadaka, S., Kinoshita, K., and Obayashi, T. (2016). ATTED-
II in 2016: a plant coexpression database towards lineage-specific coexpression.
Plant Cell Physiol. 57:e5. doi: 10.1093/pcp/pcv165
Ashnest, J. R., Huynh, D. L., Dragwidge, J. M., Ford, B. A., and Gendall, A. R.
(2015). Arabidopsis intracellular NHX-type sodium-proton antiporters are
required for seed storage protein processing. Plant Cell Physiol. 56, 2220–2233.
doi: 10.1093/pcp/pcv138
Barberon, M., Zelazny, E., Robert, S., Conejero, G., Curie, C., Friml, J., et al.
(2011). Monoubiquitin-dependent endocytosis of the IRON-REGULATED
TRANSPORTER 1 (IRT1) transporter controls iron uptake in plants.
Proc. Natl. Acad. Sci. U.S.A. 108, 450–458. doi: 10.1073/pnas.11006
59108
Bassil, E., Ohto, M. A., Esumi, T., Tajima, H., Zhu, Z., Cagnac, O., et al. (2011). The
Arabidopsis intracellular Na+/H+ antiporters NHX5 and NHX6 are endosome
associated and necessary for plant growth and development. Plant Cell 23,
224–239. doi: 10.1105/tpc.110.079426
Birnbaum, K., Shasha, D. E., Wang, J. Y., Jung, J. W., Lambert, G. M., Galbraith,
D. W., et al. (2003). A gene expression map of the Arabidopsis root. Science 302,
1956–1960. doi: 10.1126/science.1090022
Blum, A., Brumbarova, T., Bauer, P., and Ivanov, R. (2014). Hormone
influence on the spatial regulation of IRT1 expression in iron-deficient
Arabidopsis thaliana roots. Plant Signal. Behav. 9:e28787. doi: 10.4161/psb.
28787
Bollhoner, B., Zhang, B., Stael, S., Denance, N., Overmyer, K., Goffner, D., et al.
(2013). Post mortem function of AtMC9 in xylem vessel elements. New Phytol.
200, 498–510. doi: 10.1111/nph.12387
Chen, W. W., Yang, J. L., Qin, C., Jin, C. W., Mo, J. H., Ye, T., et al. (2010). Nitric
oxide acts downstream of auxin to trigger root ferric-chelate reductase activity
in response to iron deficiency in Arabidopsis. Plant Physiol. 154, 810–819. doi:
10.1104/pp.110.161109
Chow, C. M., Neto, H., Foucart, C., and Moore, I. (2008). Rab-A2 and Rab-A3
GTPases define a trans-golgi endosomal membrane domain in Arabidopsis
that contributes substantially to the cell plate. Plant Cell 20, 101–123. doi:
10.1105/tpc.107.052001
Chu, Y. J., Chen, X., and Xue, H. W. (2016). Ins(1,4,5)P3 suppresses protein
degradation in plant vacuole by regulating SNX-mediated protein sorting. Mol.
Plant (in press). doi: 10.1016/j.molp.2016.07.009
Cui, Y., Li, X., Chen, Q., He, X., Yang, Q., Zhang, A., et al. (2010). BLOS1,
a putative BLOC-1 subunit, interacts with SNX1 and modulates root
growth in Arabidopsis. J. Cell Sci. 123(Pt. 21), 3727–3733. doi: 10.1242/jcs.
069732
Cullen, P. J., and Korswagen, H. C. (2012). Sorting nexins provide diversity
for retromer-dependent trafficking events. Nat. Cell Biol. 14, 29–37. doi:
10.1038/ncb2374
Dettmer, J., Hong-Hermesdorf, A., Stierhof, Y. D., and Schumacher, K. (2006).
Vacuolar H+-ATPase activity is required for endocytic and secretory
trafficking in Arabidopsis. Plant Cell 18, 715–730. doi: 10.1105/tpc.105.
037978
Dhonukshe, P., Aniento, F., Hwang, I., Robinson, D. G., Mravec, J., Stierhof,
Y. D., et al. (2007). Clathrin-mediated constitutive endocytosis of PIN auxin
eﬄux carriers in Arabidopsis. Curr. Biol. 17, 520–527. doi: 10.1016/j.cub.2007.
01.052
Dinneny, J. R., Long, T. A., Wang, J. Y., Jung, J. W., Mace, D., Pointer, S., et al.
(2008). Cell identity mediates the response of Arabidopsis roots to abiotic stress.
Science 320, 942–945. doi: 10.1126/science.1153795
Durek, P., Schmidt, R., Heazlewood, J. L., Jones, A., MacLean, D., Nagel, A.,
et al. (2010). PhosPhAt: the Arabidopsis thaliana phosphorylation site
database. An update. Nucleic Acids Res. 38, D828–D834. doi: 10.1093/nar/
gkp810
Escamez, S., Andre, D., Zhang, B., Bollhoner, B., Pesquet, E., and Tuominen, H.
(2016). METACASPASE9 modulates autophagy to confine cell death to the
target cells during Arabidopsis vascular xylem differentiation. Biol. Open 5,
122–129. doi: 10.1242/bio.015529
Fucile, G., Di Biase, D., Nahal, H., La, G., Khodabandeh, S., Chen, Y., et al.
(2011). ePlant and the 3D data display initiative: integrative systems biology
on the world wide web. PLoS ONE 6:e15237. doi: 10.1371/journal.pone.
0015237
Geisler-Lee, J., O’Toole, N., Ammar, R., Provart, N. J., Millar, A. H., and Geisler, M.
(2007). A predicted interactome for Arabidopsis. Plant Physiol. 145, 317–329.
doi: 10.1104/pp.107.103465
Geldner, N., Anders, N., Wolters, H., Keicher, J., Kornberger, W., Muller, P.,
et al. (2003). The Arabidopsis GNOM ARF-GEF mediates endosomal recycling,
auxin transport, and auxin-dependent plant growth. Cell 112, 219–230. doi:
10.1016/S0092-8674(03)00003-5
Geldner, N., Richter, S., Vieten, A., Marquardt, S., Torres-Ruiz, R. A., Mayer, U.,
et al. (2004). Partial loss-of-function alleles reveal a role for GNOM in auxin
transport-related, post-embryonic development of Arabidopsis. Development
131, 389–400. doi: 10.1242/dev.00926
Geldner, N., and Robatzek, S. (2008). Plant receptors go endosomal: a
moving view on signal transduction. Plant Physiol. 147, 1565–1574. doi:
10.1104/pp.108.120287
Hanzawa, T., Shibasaki, K., Numata, T., Kawamura, Y., Gaude, T., and Rahman, A.
(2013). Cellular auxin homeostasis under high temperature is regulated through
a sorting NEXIN1-dependent endosomal trafficking pathway. Plant Cell 25,
3424–3433. doi: 10.1105/tpc.113.115881
Heard, W., Sklenar, J., Tome, D. F., Robatzek, S., and Jones, A. M. (2015).
Identification of regulatory and cargo proteins of endosomal and secretory
pathways in Arabidopsis thaliana by proteomic dissection. Mol. Cell. Proteomics
14, 1796–1813. doi: 10.1074/mcp.M115.050286
Hirano, T., Munnik, T., and Sato, M. H. (2015). Phosphatidylinositol 3-phosphate
5-kinase, FAB1/PIKfyve kinase mediates endosome maturation to establish
endosome-cortical microtubule interaction in Arabidopsis. Plant Physiol. 169,
1961–1974. doi: 10.1104/pp.15.01368
Hruz, T., Laule, O., Szabo, G., Wessendorp, F., Bleuler, S., Oertle, L., et al.
(2008). Genevestigator v3: a reference expression database for the meta-
analysis of transcriptomes. Adv. Bioinform. 2008:420747. doi: 10.1155/2008/
420747
Huang, C., and Chang, A. (2011). pH-dependent cargo sorting from the Golgi.
J. Biol. Chem. 286, 10058–10065. doi: 10.1074/jbc.M110.197889
Hurtado-Lorenzo, A., Skinner, M., El Annan, J., Futai, M., Sun-Wada, G. H.,
Bourgoin, S., et al. (2006). V-ATPase interacts with ARNO and Arf6 in early
endosomes and regulates the protein degradative pathway. Nat. Cell Biol. 8,
124–136. doi: 10.1038/ncb1348
Ivanov, R., Brumbarova, T., and Bauer, P. (2012). Fitting into the harsh reality:
regulation of iron-deficiency responses in dicotyledonous plants. Mol. Plant 5,
27–42. doi: 10.1093/mp/ssr065
Ivanov, R., Brumbarova, T., Blum, A., Jantke, A. M., Fink-Straube, C., and Bauer, P.
(2014). SORTING NEXIN1 is required for modulating the trafficking and
stability of the Arabidopsis IRON-REGULATED TRANSPORTER1. Plant Cell
26, 1294–1307. doi: 10.1105/tpc.113.116244
Ivanov, R., and Gaude, T. (2009). Endocytosis and endosomal regulation of the
S-receptor kinase during the self-incompatibility response in Brassica oleracea.
Plant Cell 21, 2107–2117. doi: 10.1105/tpc.108.063479
Jaillais, Y., Fobis-Loisy, I., Miege, C., and Gaude, T. (2008). Evidence for a sorting
endosome in Arabidopsis root cells. Plant J. 53, 237–247. doi: 10.1111/j.1365-
313X.2007.03338.x
Frontiers in Plant Science | www.frontiersin.org 11 September 2016 | Volume 7 | Article 1456
fpls-07-01456 September 23, 2016 Time: 16:53 # 12
Brumbarova and Ivanov SNX1 Protein-Interactors Regulation
Jaillais, Y., Fobis-Loisy, I., Miege, C., Rollin, C., and Gaude, T. (2006). AtSNX1
defines an endosome for auxin-carrier trafficking in Arabidopsis. Nature 443,
106–109. doi: 10.1038/nature05046
Jaillais, Y., Santambrogio, M., Rozier, F., Fobis-Loisy, I., Miege, C., and Gaude, T.
(2007). The retromer protein VPS29 links cell polarity and organ initiation in
plants. Cell 130, 1057–1070. doi: 10.1016/j.cell.2007.08.040
Kane, P. M. (2006). The where, when, and how of organelle acidification by
the yeast vacuolar H+-ATPase. Microbiol. Mol. Biol. Rev. 70, 177–191. doi:
10.1128/MMBR.70.1.177-191.2006
Kasai, K., Takano, J., Miwa, K., Toyoda, A., and Fujiwara, T. (2011). High
boron-induced ubiquitination regulates vacuolar sorting of the BOR1 borate
transporter in Arabidopsis thaliana. J. Biol. Chem. 286, 6175–6183. doi:
10.1074/jbc.M110.184929
Kleine-Vehn, J., Leitner, J., Zwiewka, M., Sauer, M., Abas, L., Luschnig, C., et al.
(2008). Differential degradation of PIN2 auxin eﬄux carrier by retromer-
dependent vacuolar targeting. Proc. Natl. Acad. Sci. U.S.A. 105, 17812–17817.
doi: 10.1073/pnas.0808073105
Lan, P., Li, W., Wen, T. N., and Schmidt, W. (2012). Quantitative
phosphoproteome profiling of iron-deficient Arabidopsis roots. Plant Physiol.
159, 403–417. doi: 10.1104/pp.112.193987
Leshem, Y., Melamed-Book, N., Cagnac, O., Ronen, G., Nishri, Y., Solomon, M.,
et al. (2006). Suppression of Arabidopsis vesicle-SNARE expression inhibited
fusion of H2O2-containing vesicles with tonoplast and increased salt tolerance.
Proc. Natl. Acad. Sci. U.S.A. 103, 18008–18013. doi: 10.1073/pnas.0604
421103
Lizundia, R., Chaussepied, M., Naissant, B., Masse, G. X., Quevillon, E., Michel, F.,
et al. (2007). The JNK/AP-1 pathway upregulates expression of the recycling
endosome rab11a gene in B cells transformed by Theileria. Cell Microbiol. 9,
1936–1945. doi: 10.1111/j.1462-5822.2007.00925.x
Luo, Y., Scholl, S., Doering, A., Zhang, Y., Irani, N. G., Di Rubbo, S., et al. (2015).
V-ATPase activity in the TGN/EE is required for exocytosis and recycling in
Arabidopsis. Nat. Plants 1:15094. doi: 10.1038/nplants.2015.94
Luschnig, C., and Vert, G. (2014). The dynamics of plant plasma
membrane proteins: PINs and beyond. Development 141, 2924–2938. doi:
10.1242/dev.103424
Maranda, B., Brown, D., Bourgoin, S., Casanova, J. E., Vinay, P., Ausiello,
D. A., et al. (2001). Intra-endosomal pH-sensitive recruitment of the Arf-
nucleotide exchange factor ARNO and Arf6 from cytoplasm to proximal
tubule endosomes. J. Biol. Chem. 276, 18540–18550. doi: 10.1074/jbc.M0115
77200
Naramoto, S., Otegui, M. S., Kutsuna, N., de Rycke, R., Dainobu, T.,
Karampelias, M., et al. (2014). Insights into the localization and function
of the membrane trafficking regulator GNOM ARF-GEF at the Golgi
apparatus in Arabidopsis. Plant Cell 26, 3062–3076. doi: 10.1105/tpc.114.
125880
Nawy, T., Lee, J. Y., Colinas, J., Wang, J. Y., Thongrod, S. C., Malamy, J. E., et al.
(2005). Transcriptional profile of the Arabidopsis root quiescent center. Plant
Cell 17, 1908–1925. doi: 10.1105/tpc.105.031724
Niemes, S., Langhans, M., Viotti, C., Scheuring, D., San Wan Yan, M.,
Jiang, L., et al. (2010). Retromer recycles vacuolar sorting receptors from
the trans-Golgi network. Plant J. 61, 107–121. doi: 10.1111/j.1365-313X.2009.
04034.x
Nodzynski, T., Feraru, M. I., Hirsch, S., De Rycke, R., Niculaes, C., Boerjan, W.,
et al. (2013). Retromer subunits VPS35A and VPS29 mediate prevacuolar
compartment (PVC) function in Arabidopsis. Mol. Plant 6, 1849–1862. doi:
10.1093/mp/sst044
Oliviusson, P., Heinzerling, O., Hillmer, S., Hinz, G., Tse, Y. C., Jiang, L.,
et al. (2006). Plant retromer, localized to the prevacuolar compartment and
microvesicles in Arabidopsis, may interact with vacuolar sorting receptors. Plant
Cell 18, 1239–1252. doi: 10.1105/tpc.105.035907
Pei, G., Bronietzki, M., and Gutierrez, M. G. (2012). Immune regulation of Rab
proteins expression and intracellular transport. J. Leukoc. Biol. 92, 41–50. doi:
10.1189/jlb.0212076
Pourcher, M., Santambrogio, M., Thazar, N., Thierry, A. M., Fobis-Loisy, I.,
Miege, C., et al. (2010). Analyses of sorting nexins reveal distinct retromer-
subcomplex functions in development and protein sorting in Arabidopsis
thaliana. Plant Cell 22, 3980–3991. doi: 10.1105/tpc.110.078451
Reyes, F. C., Buono, R., and Otegui, M. S. (2011). Plant endosomal trafficking
pathways. Curr. Opin. Plant Biol. 14, 666–673. doi: 10.1016/j.pbi.2011.
07.009
Robinson, D. G., and Neuhaus, J. M. (2016). Receptor-mediated sorting of soluble
vacuolar proteins: myths, facts, and a new model. J. Exp. Bot. 67, 4435–4449.
doi: 10.1093/jxb/erw222
Robinson, D. G., Pimpl, P., Scheuring, D., Stierhof, Y. D., Sturm, S., and Viotti, C.
(2012). Trying to make sense of retromer. Trends Plant Sci. 17, 431–439. doi:
10.1016/j.tplants.2012.03.005
Rodriguez-Fernandez, I. A., and Dell’Angelica, E. C. (2009). A data-mining
approach to rank candidate protein-binding partners-The case of biogenesis
of lysosome-related organelles complex-1 (BLOC-1). J. Inherit. Metab. Dis. 32,
190–203. doi: 10.1007/s10545-008-1014–1017
Roitinger, E., Hofer, M., Kocher, T., Pichler, P., Novatchkova, M., Yang, J., et al.
(2015). Quantitative phosphoproteomics of the ataxia telangiectasia-mutated
(ATM) and ataxia telangiectasia-mutated and rad3-related (ATR) dependent
DNA damage response in Arabidopsis thaliana. Mol. Cell. Proteomics 14, 556–
571. doi: 10.1074/mcp.M114.040352
Saito, N., Munemasa, S., Nakamura, Y., Shimoishi, Y., Mori, I. C., and Murata, Y.
(2008). Roles of RCN1, regulatory A subunit of protein phosphatase 2A, in
methyl jasmonate signaling and signal crosstalk between methyl jasmonate
and abscisic acid. Plant Cell Physiol. 49, 1396–1401. doi: 10.1093/pcp/
pcn106
Sardiello, M., Palmieri, M., di Ronza, A., Medina, D. L., Valenza, M.,
Gennarino, V. A., et al. (2009). A gene network regulating lysosomal
biogenesis and function. Science 325, 473–477. doi: 10.1126/science.
1174447
Schuh, A. L., and Audhya, A. (2014). The ESCRT machinery: from the plasma
membrane to endosomes and back again. Crit. Rev. Biochem. Mol. Biol. 49,
242–261. doi: 10.3109/10409238.2014.881777
Shimada, T., Koumoto, Y., Li, L., Yamazaki, M., Kondo, M., Nishimura, M., et al.
(2006). AtVPS29, a putative component of a retromer complex, is required for
the efficient sorting of seed storage proteins. Plant Cell Physiol. 47, 1187–1194.
doi: 10.1093/pcp/pcj103
Simon, M. L., Platre, M. P., Assil, S., van Wijk, R., Chen, W. Y., Chory, J., et al.
(2014). A multi-colour/multi-affinity marker set to visualize phosphoinositide
dynamics in Arabidopsis. Plant J. 77, 322–337. doi: 10.1111/tpj.
12358
Stierhof, Y. D., Viotti, C., Scheuring, D., Sturm, S., and Robinson, D. G. (2012).
Sorting nexins 1 and 2a locate mainly to the TGN. Protoplasma 250, 235–240.
doi: 10.1007/s00709-012-0399-1
Sun, Q., Zybailov, B., Majeran, W., Friso, G., Olinares, P. D., and van Wijk, K. J.
(2009). PPDB, the plant proteomics database at Cornell. Nucleic Acids Res. 37,
D969–D974. doi: 10.1093/nar/gkn654
Teasdale, R. D., and Collins, B. M. (2012). Insights into the PX (phox-
homology) domain and SNX (sorting nexin) protein families: structures,
functions and roles in disease. Biochem. J. 441, 39–59. doi: 10.1042/
BJ20111226
Tsiatsiani, L., Timmerman, E., De Bock, P. J., Vercammen, D., Stael, S., van de
Cotte, B., et al. (2013). The Arabidopsis metacaspase9 degradome. Plant Cell
25, 2831–2847. doi: 10.1105/tpc.113.115287
Vanoosthuyse, V., Tichtinsky, G., Dumas, C., Gaude, T., and Cock, J. M. (2003).
Interaction of calmodulin, a sorting nexin and kinase-associated protein
phosphatase with the Brassica oleracea S locus receptor kinase. Plant Physiol.
133, 919–929. doi: 10.1104/pp.103.023846
Viotti, C., Bubeck, J., Stierhof, Y. D., Krebs, M., Langhans, M., van den Berg, W.,
et al. (2010). Endocytic and secretory traffic in Arabidopsis merge in the trans-
Golgi network/early endosome, an independent and highly dynamic organelle.
Plant Cell 22, 1344–1357. doi: 10.1105/tpc.109.072637
Xue, L., Wang, P., Wang, L., Renzi, E., Radivojac, P., Tang, H., et al. (2013).
Quantitative measurement of phosphoproteome response to osmotic stress in
arabidopsis based on Library-Assisted eXtracted Ion Chromatogram (LAXIC).
Mol. Cell. Proteomics 12, 2354–2369. doi: 10.1074/mcp.O113.027284
Yamazaki, M., Shimada, T., Takahashi, H., Tamura, K., Kondo, M., Nishimura, M.,
et al. (2008). Arabidopsis VPS35, a retromer component, is required for vacuolar
protein sorting and involved in plant growth and leaf senescence. Plant Cell
Physiol. 49, 142–156. doi: 10.1093/pcp/pcn006
Frontiers in Plant Science | www.frontiersin.org 12 September 2016 | Volume 7 | Article 1456
fpls-07-01456 September 23, 2016 Time: 16:53 # 13
Brumbarova and Ivanov SNX1 Protein-Interactors Regulation
Yang, Z., Guo, G., Zhang, M., Liu, C. Y., Hu, Q., Lam, H., et al.
(2013). Stable isotope metabolic labeling-based quantitative phosphoproteomic
analysis of Arabidopsis mutants reveals ethylene-regulated time-dependent
phosphoproteins and putative substrates of constitutive triple response 1 kinase.
Mol. Cell Proteomics 12, 3559–3582. doi: 10.1074/mcp.M113.031633
Zelazny, E., Ivanov, R., and Gaude, T. (2012). “The plant SNX family and its role
in endocytosis,” in Endocytosis in Plants, ed. J. Šamaj (Berlin: Springer-Verlag),
233–247.
Zelazny, E., Santambrogio, M., Pourcher, M., Chambrier, P., Berne-Dedieu, A.,
Fobis-Loisy, I., et al. (2013). Mechanisms governing the endosomal membrane
recruitment of the core retromer in Arabidopsis. J. Biol. Chem. 288, 8815–8825.
doi: 10.1074/jbc.M112.440503
Zhang, H., Zhou, H., Berke, L., Heck, A. J., Mohammed, S., Scheres, B., et al. (2013).
Quantitative phosphoproteomics after auxin-stimulated lateral root induction
identifies an SNX1 protein phosphorylation site required for growth. Mol. Cell.
Proteomics 12, 1158–1169. doi: 10.1074/mcp.M112.021220
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2016 Brumbarova and Ivanov. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The
use, distribution or reproduction in other forums is permitted, provided the
original author(s) or licensor are credited and that the original publication in
this journal is cited, in accordance with accepted academic practice. No use,
distribution or reproduction is permitted which does not comply with these
terms.
Frontiers in Plant Science | www.frontiersin.org 13 September 2016 | Volume 7 | Article 1456
